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Microbiologists are routinely engaged isolation, identiﬁcation and
comparison of isolated bacteria for their novelty. 16S rRNA
sequences of Bacillus pumilus were retrieved from NCBI repository
and generated QR codes for sequences (FASTA format and full Gene
Bank information). 16SrRNA were used to generate quick response
(QR) codes of Bacillus pumilus isolated from Lonar Crator Lake (19°
580 N; 76° 310 E), India. Bacillus pumilus 16S rRNA gene sequences
were used to generate CGR, FCGR and PCA. These can be used for
visual comparison and evaluation respectively. The hyperlinked QR
codes, CGR, FCGR and PCA of all the isolates are made available to
the users on a portal https://sites.google.com/site/bhagwanre
kadwad/. This generated digital data helps to evaluate and com-
pare any Bacillus pumilus strain, minimizes laboratory efforts and
avoid misinterpretation of the species.
& 2016 The Authors. Published by Elsevier Inc. This is an open
access article under the CC BY license
(http://creativecommons.org/licenses/by/4.0/).vier Inc. This is an open access article under the CC BY license
s, S. R. T. M. University, Nanded, India.
adwad).
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Dubject area Microbiology
ore speciﬁc subject
areaMicrobial diversity Informaticsype of data Text ﬁle, sequences, table, ﬁgures QR Codes, CGR, FCGR, NJ plot and PCA.
ow data was acquired Through NCBI repository
ata format Raw and analyzed
xperimental factors 16S rRNA sequences were used for creation of digital information
xperimental features 16SrRNA gene sequences were used to create QR codes using DNA BarID
software.
ata source location Lonar soda lake (19° 58’ N; 76° 31’ E), Buldhana District, India.
ata accessibility Data is within this article.D
Value of the data
 Digital information on Bacillus pumilus isolated from Lonar Crator Lake has enormous biotechno-
logical applications. Generated digital information appears to be white snow for quick identiﬁca-
tion and comparison of Bacillus pumilus.
 This digitization of 16S RNA sequences of Bacillus pumilus from Lonar Crator Lake were carried out
ﬁrst time by us and made available to users.
 This generated digital reduces time and cost on identiﬁcation and comparison of Bacillus pumilus.1. Data
Raw data was obtained through NCBI's BioSample database. Digital data of each isolate i.e two
quick response (QR) codes, Chaose Game Representation (CGR), Choase Game Representation Fre-
quencies (FCGR) and Principal Component Analysis (PCA) of isolates made available on internet on a
portal created by us https://sites.google.com/site/bhagwanrekadwad/ in downloadable format
(Table 1, Figs. 1–5).2. Experimental design, materials and methods
16S rRNA sequences (full gene bank and FASTA) were retrieved from NCBI BioSample database
[1,2]. DNA BarID downloaded from NEERI-CSIR, Nagpur website [3]. The QR codes for Bacillus pumilus
from full NCBI Genebank sequences and FASTA sequences were generated which do not resembles
with any other species or strains in any database. The generated data were compared with other
visual techniques such as CGR and FCGR. The phylogenetic tree was constructed using MEGA6.
Phylogenetic tree was constructed by the neighbor-joining method using a distance matrix from the
alignment. Tree ﬁles were generated by PHYLIP and viewed using TREEVIEW program. Bootstrap
analysis was also carried out to know the evolutionary history of bacteria. PCA were performed for
comparative analysis [4–8].2.1. Portal for QR codes
The QR codes of Bacillus pumilus were available to any user on a portal https://sites.google.com/
site/bhagwanrekadwad/.
Table 1
QR codes of Bacillus pumilus isolated from Lonar Crator Lake, India
QR code of Bacillus pumilus
Strain Accession Number Full NCBI Gene Bank information FASTA sequence
SSD-IV JQ747519
NPRC 55 EF645821
DL31 KP941450
MAC-115 JX049351
DL22 JX402082
MAC-114 JX049350
MAC-113 JX049349
MAC-111 JX049347
SS2 JX912979
SS1A JX912980
SS1C JX912981
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Fig. 2. Bacillus pumilus: Chaos Game representation (CGR) showing difference in base composition of DNA sequence.
Fig. 1. GBIF map for distribution of Bacillus pumilis: yellow dots indicate places where researcher who have identiﬁed Bacillus
pumilus strains. Source: GBIF (1).
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Fig. 2. (continued)
Fig. 3. Bacillus pumilus: Chaos Game Representation of frequencies (FCGR).
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Fig. 3. (continued)
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Fig. 4. Evolutionary relationships among strains of Bacillus pumilus isolated from Lonar Crator Lake, India. The evolutionary
history was inferred using the Neighbor-Joining method [9]. The bootstrap consensus tree inferred from 1000 replicates is
taken to represent the evolutionary history of the taxa analyzed [10]. Branches corresponding to partitions reproduced in less
than 50% bootstrap replicates are collapsed. The evolutionary distances were computed using the Maximum Composite
Likelihood method [11] and are in the units of the number of base substitutions per site. The analysis involved 65 nucleotide
sequences. All positions containing gaps and missing data were eliminated. There were a total of 591 positions in the ﬁnal
dataset. Evolutionary analyses were conducted in MEGA6 [12].
Fig. 5. Principal component analysis (PCA) of isolates.
B.N. Rekadwad, C.N. Khobragade / Data in Brief 7 (2016) 1306–13131312Acknowledgment
We thank University Grants Commission (UGC), New Delhi, India for ﬁnancial support (F.No.
PDFSS-2013-14-ST-MAH-4350_website).
B.N. Rekadwad, C.N. Khobragade / Data in Brief 7 (2016) 1306–1313 1313Appendix A. Supporting information
Supplementary data associated with this article can be found in the online version at http://dx.doi.
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